Figure S1
CoVa transcripts are knocked--down after RNAi treatment. Shown is the microarray signal intensity of Cova and Rpl10 over the time course of an independent experiment. Rpl10 serves as a control gene which remains invariant over the 168 hours of observation in both the GFP transfected controls and CoVa knock--down cells. CoVa signal intensity is markedly reduced at the first time point interrogated (72 hours; 60% decrease), and is further lowered by 91% at the termination of the experiment at 168 hours. The mean knock--down of CoVa expression at the last time--point across the three experiments is 70%. S1 Affymetrix probesets differentially expressed in Drosophila S2 cells treated with CoVa RNAi using the criteria of a minimum of 1.5 times or greater difference within a 90% confidence bound; absolute difference greater than 200; and with a p--value less than 0.05 using a Welch modified two sample t--test (as compared to GFP controls). This genelist compared all GFP control samples to all CoVa RNAi samples and included all time points sampled of all three replicates. The fold change was calculated by dividing the mean CoVa microarray signal intensity and dividing by the mean GFP microarray intensity. The difference of means is the difference in mean microarray signal intensity between the two groups. The p--value is the result of a modified Welch two sample t--test. The probesets are ranked from highest up--regulated to highest down--regulated. The 22 genes consistently and robustly altered by loss of CoVa expression (displayed in Figure 2) were examined for the consensus Hifα binding sequence of RCGTG (R is either A or G) within the area spanning from --450 to +50 of the transcription start site. The location of the Hifα binding site is displayed, as is the exact sequence found, the similarity score as compared to the consensus binding site, and whether the site is on the coding or complementary strand.
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